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Development of biomarkers for stage Il and 111 colorectal cancer

Takenoshita, Seiichi
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Despite the standard treatment with curative surgery and adjuvant
chemotherapy, approximately 15-30% of patients with stage Il and 111 colorectal cancer (CRC) will
experience disease relapse. We attempted to develop prognostic and predictive biomarkers for
postoperative stage Il and 111 CRC that can identify patients with high-risk of recurrence or
cancer-death. Using multiple independent cohorts of stage Il and 111 CRC based on microarray,
RNA-sequence and immunohistochemistry, we identified several genes that were significantly
associated with relapse after surgery. We found that genes and protein expressed by cancer stroma
were significantly associated with relapse-free survival in multiple datasets, particularly in stage

Il colon cancer. Also, some genes were found to be associated with cancer-specific survival in
stage 111 CRC. Collectively, we identified several candidates for the biomarker development for
stage Il and 111 CRC, and our finding warrants further investigations.
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Cohort 1 Cohort 2
Tumor vs Normal RFS RFS

Affymetrix Fold- Hazard =) Hazard P
Probe ID change ratio ratio
211964_at 1340 <0.001 4649 0.006 3.411 0.003
211981 _at 1960 <0.001 3698 0.011 3.436 0.002
211571_s_at 2.670 <0.001 2846 0.032 2.832 0.008
211980_at 1790 <0.001 2767 0.037 4.060 0.001
202627_s_at 2.910 <0.001 2759 0.038 3.700 0.001
203238 _s_at 1.820 <0.001 2670 0.044 3.930 0.001
212950_at 1240 <0.001 2648 0.046 6.567 0.000
207601_at 0.550 <0.001 0.377 0.046 0.465 0.037
218272_at 0720 <0.001 0292 0.017 0.369 0.008
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